ABSTRACT Escherichia coli P50 is a canine uropathogenic isolate sampled in the Wellington region of New Zealand. We report the draft genome sequence of this isolate, which contains characteristic virulence genes for urinary tract infections and is predicted to be capable of causing human infections. U rinary tract infections (UTIs) affect about 150 million people each year, and uropathogenic Escherichia coli (UPEC) is the major causative agent (1). It was shown that UPEC isolates obtained from dogs with cystitis are able to invade human bladder epithelial cells and cause cytotoxicity, which emphasizes the zoonotic risk of canine UPEC isolates (2). In this report, we present the draft genome sequence of the isolate UPEC P50, which was isolated from a dog (12-year-old bull terrier) within a routine UTI diagnosis. This strain was isolated by culturing urine on MacConkey/sheep blood agar and identified as E. coli based on colony morphology on chromogenic UTI agar and using a Microbact 12A biochemical identification strip (Oxoid).
therapies for treating UTIs and antibiotic-coated urinary catheters. The draft genome sequence of UPEC P50 would facilitate any precise genetic manipulation to support such types of research.
Data availability. The genome sequence of the UPEC P50 strain has been deposited at GenBank under the accession no. RQKE00000000. The raw data have been deposited at the SRA under the accession no. PRJNA506591.
